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Abstract: Gastrointestinal carriage of multidrug-resistant (MDR) bacteria is one of the main risk
factors for developing serious, difficult-to-treat infections. Given that there is currently no all-round
solution to eliminate colonization with MDR bacteria, it is particularly important to understand the
dynamic process of colonization to aid the development of novel decolonization strategies. The aim
of our present study was to perform metataxonomic analyses of gut microbiota dynamics during col-
onization with an extended-spectrum β-lactamase (ESBL)- and carbapenemase-producing Klebsiella
pneumoniae (ECKP) strain in mice; additionally, to ascertain the effects of antibiotic administration
(ampicillin, ceftazidime, and ciprofloxacin) on the establishment and elimination of ECKP intestinal
colonization. We have found that the phyla Bacteroidetes and Firmicutes were most dominant
in all of the treatment groups; however, Bacteroidetes was more common in the groups treated
with antibiotics compared to the control group. Significant differences were observed among the
different antibiotic-treated groups in beta but not alpha diversity, implying that the difference is
the relative abundance of some bacterial community members. Bacteria from the Lachnospiraceae
family (including Agathobacter, Anaerostipes, Lachnoclostridium 11308, Lachnospiraceae UCG-004, Lach-
nospiraceae NK3A20 group 11318, Lachnospiraceae NK4A136 group 11319, Roseburia, and Tyzzerella)
showed an inverse relationship with the carriage rate of the ECKP strain, whereas members of
Enterobacteriaceae and the ECKP strain have shown a correlational relationship. Our results suggest
that the composition of the microbial community plays a primary role in the MDR-colonization
rate, whereas the antibiotic susceptibility of individual MDR strains affects this process to a lesser
extent. Distinct bacterial families have associated into microbial clusters, collecting taxonomically
close species to produce survival benefits in the gut. These associations do not develop at random, as
they may be attributed to the presence of specific metabolomic networks. A new concept should be
introduced in designing future endeavors for MDR decolonization, supplemented by knowledge of
the composition of the host bacterial community and the identification of bacterial clusters capable of
suppressing or enhancing the invader species.
Keywords: colonization; decolonization; gut microbiota; microbiota-cluster; antibiotic-induced
microbiota alteration; metataxonomic analysis; MDR; Klebsiella pneumoniae
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1. Introduction
The emergence and spread of multidrug-resistant (MDR) bacteria represent a serious
public health issue worldwide. The production of extended-spectrum β-lactamase (ESBL;
conferring resistance to most oxyimino-cephalosporins, e.g., ceftriaxone, cefotaxime, and
ceftazidime) and carbapenemase (conferring resistance to almost all members of β-lactam
antibiotics) enzymes in the members of Enterobacterales is one of the most challenging;
the presence of these resistance determinants is most common in Klebsiella spp. and
Escherichia coli [1–3]. These bacteria (i.e., ESBL-producers and carbapenemase-producing
Enterobacterales (CRE)) present a considerable clinical problem, as the useful therapeutic
armamentarium in these infections is very limited [4–6]. Many studies highlighted that
infections caused by these pathogens are associated with high morbidity and mortality,
and decreased quality of life in the affected patients, especially in vulnerable populations,
such as pediatric patients, the elderly, the chronically ill, hospitalized patients, transplant
recipients, and the immunosuppressed [7–10]. Unfortunately, resistance rates of these
highly dangerous pathogens are on the rise both in hospital and community settings,
particularly in Asian countries [2,11–14]. In fact, ESBL- and carbapenemase-producing
Klebsiella has been designated as Priority 1: Critical on the World Health Organization
(WHO) Global Priority List for antibiotic-resistant pathogens for the development of novel
antibiotics [15].
The human gastrointestinal tract is a complex and dynamic ecological niche, colo-
nized by numerous bacteria, which may significantly influence the physiology of its host
and has many beneficial roles. One of these critical roles is the prevention of infections
by exogenous pathogens through a mechanism called colonization resistance; members
across the Firmicutes, Bacteroidetes, and Actinobacteria phyla have been identified to
contribute to this mechanism of colonization resistance [16]. It has been suggested that
these commensals may activate the body’s immune responses that will subsequently target
pathogenic bacteria. They can produce inhibitory substances or directly compete with
these pathogens for nutrients in the gut [17]. Nonetheless, the microbiota of the gut may
also include opportunistic pathogens and may carry drug resistance genes [18]. Numerous
recent publications have reported that healthy hosts may be asymptomatically colonized
with ESBL-producers, with an overall colonization rate of 14%, which is more than a
5% increase from previous studies; there are important geographical differences in the
prevalence. In Asia and Africa, the colonization rate may be as high as 46%, whereas
in Europe and the Americas, the colonization rate is lower (3–6% and 2%, respectively),
but still significant, with a CTX-M-type ESBL dominance [19,20]. The rate of colonization
with carbapenemase-producing Enterobacterales is usually much lower (<10%). Unfortu-
nately, it is also increasing worldwide, with some hotspots, for example, in China, with
rates as high as 54% [20]. The import and spread of ESBL- or carbapenemase-producers
has been recognized as a serious concern, and the travel to (sub)tropical regions (where
colonization rates are known to be high) is a risk factor for acquiring colonization by the
abovementioned resistant strains [19,21,22]. As there is a strong correlation between colo-
nization with ESBL- and carbapenemase-producers and hospital-acquired infections (and
the subsequent clinical consequences associated with these infections), attempts to control
gastrointestinal colonization by MDR bacteria have received substantial attention in recent
years [23]. These methods and techniques include heightened contact precautions with
travelers returning from high-risk countries, selective decontamination, and administration
of probiotics, phage preparations, or the use of fecal microbiota transplantation (FMT).
One of the main hindering factors associated with the attempts to eliminate gastroin-
testinal colonization is that the underlying mechanisms of developing intestinal carriage
and clearance of MDR pathogens are not well understood. Apart from inter- and intra-
individual differences in colonization risk (underlying conditions, immunosuppression, gut
health), lifestyle factors, nutrition, and medicines are also known to influence microbiota
composition [24–27]. Antibiotics (especially broad-spectrum agents) are known to alter
gut microbiota composition and, in turn, create favorable conditions for the overgrowth of
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MDR or opportunistic bacteria, leading to infection [19,25,27,28]. In addition, exposure to
antibiotics often leads to the upregulation and rapid spread of antibiotic resistance genes
among the members of the gut microbiota via horizontal gene transfer (HGT), leading to
the exacerbation of resistance rates [29]. While the administration of antibiotics is a known
risk factor for colonization with an MDR strain, their underlying role in the colonization is
still unclear. In our previous study, we identified that antibiotic treatment not only affected
the degree of gut colonization with an ESBL- and OXA-162 carbapenemase-producing K.
pneumoniae (ECKP) in mice but also the copy number of the resistance genes located on the
conjugate plasmid [30].
As gut colonization with MDR strains is a growing clinical concern, mechanistic
studies aiding the prospects of decolonization are a priority. The aim of our present study
was to determine the underlying changes in the gut microbiota to shed more light on
our previously published results highlighting that antibiotic treatments may have strong
effects, negative or even positive, on the gastrointestinal colonization with ECKP on clone
and resistance gene levels, and to ascertain how they relate to our observations. To this
end, metataxonomic analyses of the gut microbiota dynamics were carried out during
colonization with ECKP in mice. Furthermore, the effects of antibiotic administration
(ampicillin, ceftazidime, and ciprofloxacin) on the establishment and elimination of ECKP
intestinal colonization were also assessed.
2. Results
2.1. Fecal Microbiota Diversity during the Different Antibiotic Treatments after Colonization
with ECKP
To assess colonization dynamics and the effects of antibiotic treatments, ampicillin
pre-treated mice were administered the ECKP isolate K. pneumoniae KP5825 via oral gavage.
Following colonization, ampicillin, ceftazidime, ciprofloxacin, or no antibiotics (to serve
as a control group) were administered to the animals’ drinking water. With the aim of
analyzing microbiota characteristics in the various treatment groups and the relationships
between the KP5825 strain and the gut microbiota, stool samples were collected from each
mouse in each group.
Microbiota composition was surveyed by sequencing the 16S rRNA gene from the
fecal pellets. Miseq sequencing generated 218,894 reads per sample on average between
147,173 and 287,791 reads (standard deviation: 35,049). We assumed that the gut microbiota
of the mice in different groups were similar before the antibiotic treatment. Comparative
analyses further revealed distinct compositional differences of gut microbiota, depending
upon the nature of various antibiotic treatment regimens.
The bacterial diversity of each treatment group was calculated on the first and the
fifteenth days and expressed using the Shannon index. The bacterial diversity was the high-
est in the control (CTL) group. During the observed period, bacterial diversity increased
markedly in the Cip_0.1 group (p = 0.01729). The bacterial diversity was decreased for the
fifteenth day in Caz_0.1 (p = 0.262618), Caz_0.5 (p = 0.123485), and Cip_0.5 (p = 0.04995)
groups as well (Figure 1).
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Figure 1. Shannon diversity of fecal samples, organized by sampling date and type of treatment. Box
plots show the distribution of diversities in each group. Asterisks (*) show changes with p < 0.05 set
as the limit for statistical significance. Diamonds (♦) shows the outlier values.
2.2. Alterations in Gut Microbiot Composition during the Different Antibiotic Treatments after
Colonization with ECKP
Compara ive analyses further revealed distinct compositional differences in gut mi-
crobiota, depending upon the various antibiotic treatment regimens. Characteristic proxy
descriptors for the effects of antibiotic treatment on the stool microbiota are shown in
Figures 2–4. At phylum level (Figure 2), Proteobacteria in the Cip_0.1 group decreased
from 20% to ~0% (p = 0.0006); during high-dose ciprofloxacin treatment in the Cip_0.5
group, it decreased from 12% to ~0% (p = 0.0006), whereas in the CTL group, Proteobacteria
also decreased from 46% to 12% (p = 0.007) after two weeks. In the Firmicutes phylum, an
increase was detected in the Cip_0.5 group (10 vs. 16%, p = 0.053) and in the CTL group
(28 vs. 63%, p = 0.053). Bacteroidetes decreased in the Amp_0.5 treatment group from 25%
to 19%, on average (p = 0.0023). Verrucomicrobia increased in the Amp_0.5 (~0% vs. 9%,
p = 0.004), Caz_0.5 (5% vs. 15%, p = 0.026), Cip_0.1 (2% vs. 9%, p = 0.007), and Cip_0.5 (10%
vs. 17%, p = 0.011) groups, respectively.
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When the analysis was performed at lower taxonomic ranks, more significant changes
were identified in some other taxa. Effect of antibiotic treatment was observed on family
level as well (Figure 3): an increase in bacterial abundance was identified in the Lach-
nospiraceae in the CTL group (10% vs. 50%, p = 0.0023) and in Cip_0.1 and Cip_0.5 groups
(4% vs. 7%, p = 0.053, 8% vs. 14%, p = 0.053); however, a decrease was detected in the
Caz_0.5 group (7% vs. 3%, p = 0.0262). Decreased abundance was recognized in Enter-
obacterales in the CTL group (44% vs. 11%, p = 0.007), Cip_0.1 and Cip_0.5 groups (19%
vs. 0%, p = 0.0006, 11% vs. 0%, p = 0.0023). At the genus level, an average increase of
bacterial abundance was identified in the Streptococcus genus in the ceftazidime treatment
groups (Caz_0.1 and Caz_0.5) from the first to the fifteenth day. However, the greatest
increase not only on the relative but also on the absolute level was observed in the Caz_0.5
group (6% vs. 30%, p = 0.1189) (Figure 4). The phylum, family, and genus level taxo-
nomic composition of each sample may be found in Supplementary Figures S1–S3 in the
Supplementary Material S1.
2.3. Correlation between Diversity and Taxonomy
During the analysis of the diversity and taxonomic composition of the samples, it
was shown that the ratios of Bacteroides and Lachnospiraceae appear to play a major role
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in the decline in diversity. In the case of a high Bacteroides ratio, lower diversity values
were observed, whereas in the case of a high Lachnospiraceae ratio, higher diversity val-
ues were observed. The high Bacteroides ratio had an adverse effect on diversification
(p < 0.0001, r2 = 0.75). In contrast, Lachnospiraceae has had a beneficial effect on diversifica-
tion (p < 0.0001, r2 = 0.5) (Figure 5).
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Figure 5. Scatter plot for Shannon diversity and bacterial abundance on day 1 and day 15. The figures present a positive
and negative correlation between the Shannon diversity and the abundance of Bacteroides and Lachnospiraceae UCG-008, as
well as the fitted trend lines.
2.4. Microbiota Changes Corresponding to Individual Treatment during Colonization
Cha ges in the c mpositi n of bacterial genera in the microbiota betw en the sampling
points (corresponding to individual mice and differe t antibiotic treatment groups) w re
analyzed and visualized by principal component analysis (PCA). The treatment group
of each individual mouse and the amount of Klebsiella is depicted in Figure 6. The CTL
group is the most distinct. The Cip_0.1 group is the closest to the CTL group, whereas
the Amp_0.5 group is the most dissimilar to the CTL group. The groups are separated
mostly based on their Bacteroides content, which generally tends to drop by day 15. Among
different treatment groups, the Amp_0.5 group members had the most, whereas CTL group
members have had the least Bacteroides content. Most samples showed higher ratios for
Akkermansia and Lachnospiraceae by day 15. Some samples (mainly from the Caz_0.5 group)
have shown an intensive increase for Streptococcus on day 15 compared to day 1. The ratio
of Klebsiella in most samples tends to decrease by day 15. The results of the PCA analyses
on the family level are shown in Supplementary Figures S4–S6 in the Supplementary
Material S1.
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2.5. Interaction Analysis between the Colonizing ECKP and Other Genera of the Microbiota
The principal questi n of our study was the role of the microbiota in the coloniza-
tion with ECKP; therefore, the relationship between Klebsiella and other bact ria of the
microbiota was studied. Additionally, the i fluence of bacterial genera independent from
Klebsiella c lonization was also investigated. The correlation between Klebsiella and all the
other g nera within all the treatment groups was a ce sed with sca ter l ts f 15
sa ples. o parative analyses further revealed distinct composit onal differences in the
gut microbiota mong the different antibiotic treatment groups.
In the pr sent study, a co relation was considere ear an’s cor elation
coefficient was over 0.6 or below −0.6. Within thes limitations, trong positive correlation
was ob erved among Klebsiella and Citrobacter 3497 (Spearm n’s rho: 0.966501, p-value:
3.066630 × 10−259), Enterobacter 3502 (Spearman’s rho: 0.911455, p-value: 5.092763 × 10−17),
Raoultella 3521 (Spearman’s rho: 0.882772, - l : . 7 × 10−14), Pantoea 513 (Spear-
man’s rho: 0.869518, p-value: 7.965868 × 10−14), Esc erichia-Shigella 3504 (Spearman’s rho:
0.842450, p-value: 2.659530 × 10−12), and Serratia 3523 (Spearman’s rho: 0.776160, p-value:
1.549006 × 10−09). Klebsiella and other bacteria of the Enterobacteriaceae family, such as
Citrobacter, E. coli/Shigella, all demonstrated a positive correlation, which indicates that
if there was an increase in the amount of Klebsiella in the microbiota, the levels of these
previously mentioned strains also increased.
In contrast, a strong negative Spearman’s correlation of KP5825 was found with Lach-
nospiraceae NK4A136 group 11319 (Spearman’s rho: −0.707483, p-value: 1.617432 × 10−7),
Roseburia 2012 (Spearman’s rho: −0.698115, p-value: 2.755227 × 10−7), Anaerostipes 1991
(Spearman’s rho: −0.696975, p-value: 2.935625 × 10−7), Lachnospiraceae UCG-004 11324
(Spearman’s rho: −0.689624, p-value: 4.389162 × 10−7), Lachnoclostridium 11308 (Spear-
man’s rho: −0.675595, p-value: 9.163409 × 10−7), Tyzzerella 3 11335 (Spearman’s rho:
−0.624699, p-value: 9.787015 × 10−6), Agathobacter 25644 (Spearman’s rho: −0.615631,
p-value: 1.429190 × 10−5), and Lachnospiraceae NK3A20 group 11318 (Spearman’s rho:
−0.609958, p-value: 1.800413 × 10−5). Representative scatter plots are shown in Figure 7.
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These bacterial genera were nearly exclusively present with low levels of KP5825 and
were present in the CTL and ciprofloxacin-treated samples, whereas KP5825 was more
frequent in the ampicillin and ceftazidime treatment groups. Supplementary Table S1
in Supplementary Material S1 contains the complete list of pairwise correlations among
KP5825 with Spearman’s rho and p-values.
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2.6. Co-Occurring Clusters of Bacteria during Dynamic Changes in the Microbiota Associated
with ECKP Colonization
The co-occurrence analysis between the colonizing K. pneumoniae strain and the differ-
ent genera in the microbiota composition showed that the abovementioned genera have
a strong positive or negative correlation with KP5825, indicating some direct or indirect
negative exclusionary or symbiotic relationship between them. To further analyze the direct
or indirect negative or positive interactions, a clustered heatmap was constructed from the
samples and the bacteria that were represented in the feces in at least 1% (Supplementary
Figure S7 in the Supplementary Material). The heatmap shows co-occurring clusters of
frequent bacteria. The colonization rate of KP5825 showed an increase together with some
genera, whereas it presented an inverse relationship with others. In order to identify
the structure of these relationships in the studied microbiotas, correlations between the
bacterial genera were also studied. Figure 8 shows the pairwise correlations (Spearman’s
rho) between high bacterial abundances in day-15 samples. Two distinct bacterial groups
could be observed: one group containing bacteria that changed their proliferation level
at the same rate as the Klebsiella (consisting of Enterobacter, Citrobacter, Salmonella, and
Escherichia-Shigella genera) and another bacterial group in which the trend of proliferation
rate moved in the opposite direction (with Lachnoclostridium, Roseburia, Blautia, and Lach-
nospiraceae genera). The members of each cluster are strongly correlated, and they populate
the same samples. However, there is a strong negative correlation between the two clusters,
indicating that they have an exclusionary relationship with each other by some direct or
indirect effect. Based on the cluster analysis, it seems that this cluster effect is stronger
and more coherent than the individual bacterial abundances. The co-occurring cluster
members can have a greater effect on the entire microbial community and also on the host
than individual species.
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3. Discussion
In our present study, the gut microbiota dynamics in mice were monitored during
colonization with an ESBL- and OXA-162 carbapenemase-producing K. pneumonaie strain
during various antibiotic treatments in order to ascertain critical factors in the microbiota
dynamics that may aid the clearance of this MDR strain or lead to higher levels of colo-
nization. Gut bacteria resistant to third-generation cephalosporins and carbapenems (most
frequently Klebsiella spp. and E. coli) significantly contribute to the attributable deaths,
sequelae, and disability-adjusted life-years in the burden of MDR bacteria [31]. These
resistant isolates were previously prevalent in hospital-associated infections; however, their
description in community-acquired infections is becoming more frequent [24,25,32]. In
addition, in our globalized world, there is a substantial risk for the acquisition of ESBL-
producing and/or CRE strains during travel to endemic areas, especially if one comes
into contact with a hospital environment in these countries [21,26,27]. Clinical infections
are often preceded by gut colonization by these MDR pathogens: the risk factors associ-
ated with the long-term fecal carriage of ESBL- and carbapenemase-producing Klebsiella
and E. coli have been investigated previously in many clinical trials (associated with, e.g.,
travel history, proton pump inhibitor use) [21,24,33]. However, only very few studies
have analyzed the relationship between the intestinal microbiota composition and carrier
status [26,34]. Therefore, our study is of substantial importance in providing data on the
dynamics and process of the colonization and the possible modifying factors, such as
antibiotic exposure.
Natural or spontaneous clearance (also called spontaneous decontamination) of MDR
bacteria from the gut microbiota is a well-known phenomenon; however, there is a substan-
tial lack of knowledge regarding the underlying mechanisms hindering or facilitating this
process [35]. In addition, there are large inter-individual differences observed in the time
period required and the efficacy of decolonization after the exposure. However, it has been
demonstrated that natural clearance occurs more rapidly in healthy individuals compared
to hospitalized or immunosuppressed patients [36].
There is growing interest in developing methods for the decolonization of MDR bacte-
ria from patients, both from clinical and infection control perspectives. Currently, available
methods suggested for the clearance of MDR bacteria will be briefly discussed. The admin-
istration of probiotics was the first proposed method for the prevention and decolonization
of MDR pathogens with controversial results [37]. Fecal microbiota transplantation (FMT;
first used in the treatment of refractory Clostridioides difficile infections) was described as a
potential strategy for decolonization. In the case of FMT, a complex microbial community
is being transferred from one individual to another (cf. probiotics) in a controlled manner.
Additionally, it has been postulated that FMT-administration has distinct effects on drug-
resistant bacteria [38,39]. It may be presumed that various MDRs differ in their response to
FMT, and the mechanism of resistance plays an important role in the response [40]. FMT
presented with higher efficacy against MDR Pseudomonas aeruginosa, whereas lower success
rates were observed in the case of ESBL-producing or New Delhi metallo-beta-lactamase
1-producing (NDM-1) K. pneumoniae [39,41,42]. In addition, during the FMT process, the
donors may themselves carry drug-resistant bacteria, which may be transferred to the
recipient, subsequently leading from the asymptomatic colonization to the development of
severe, untreatable infections [43–45]. This issue has been recently highlighted due to the
death of a patient, whose death was attributed to an infection caused by an ESBL-producing
E. coli strain bacteremia, which was acquired by the patient during FMT [45]. Recently,
with the emergence of the SARS-CoV-2 virus and the succeeding pandemic, the situation
has become even more complicated, as the virus (not only viral RNA) is shed in the feces,
and the uptake of the virus by enterocytes has been described; therefore, FMT also carries
the risk of transferring the novel coronavirus to the recipient and the development of a
subsequent nosocomial infection [46,47]. In addition, based on the report of Zao et al.,
distinct alterations in the gut microbiota occur in patients hospitalized due to COVID-19,
irrespective of receiving antibiotic therapy or not, Whereas in patients receiving antibiotics,
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the number of symbiotic bacteria in the gut (e.g., Faecalibacterium prausnitzii, Lachnospiraceae
spp., Eubacterium rectale, Ruminococcus obeum, and Dorea formicigenerans) decreased, the
number of opportunistic pathogens (Actinomyces viscosus, B. nordii, C. hathewayi) increased
in patients not receiving antibiotics. Zao et al. has shown that gut dysbiosis, a consequence
of COVID-19 disease, persists after the microbiological and clinical cure has been reached.
Consequently, a SARS-CoV-2 infection may increase the susceptibility of patients to become
colonized by MDR bacteria (especially in a hospital environment) through dysregulation
of the microbial flora of the gut [48].
The use of phages has also been suggested as a viable decolonization strategy, al-
though, currently, there is only one report available detailing a case of successful treatment
by a custom-made, lytic bacteriophage preparation, eliminating colonization with an MDR,
KPC-3 carbapenemase-producing K. pneumoniae isolate [49]. Given that there currently is
no adequate way to treat colonization with MDR bacteria, it becomes particularly important
to understand the dynamic process of colonization in order to use the knowledge obtained
in developing a decolonization strategy. Thus, our findings in this study may provide
insight into designing complex and efficient decolonization strategies in the future. The
results of our study support the concept that the intestinal microbiota affects the clearance
of colonizing MDR bacteria, modeled by the ECKP strain in our mice experiments.
These results are in line with the observations performed in mice in which specific
operational taxonomic units (OTUs) were shown to be associated with clearance of the
MDR strains [50,51]. We have found that the phyla Bacteroidetes and Firmicutes were
generally most dominant in all of the treatment groups; however, differences in their
ratios were observed after the subsequent antibiotic treatments; Bacteroidetes was more
common in the groups treated with antibiotics, compared to the control group. Notably, we
observed a significant difference between the different antibiotic-treated groups in beta but
not alpha diversity, implying that the difference is the relative abundance of some bacterial
community members. In contrast, in a study by Piegwam et al. assessing the microbiota of
carrier and non-carrier patients of ESBL-producing Enterobacteriaceae, conflicting results
were found: the phylum Bacteroidetes (in particular, B. uniformis) was significantly more
abundant in non-carriers [52].
The detrimental effects of antibiotic therapy on the intestinal microbiota have been
well documented. Administration of these drugs leads to the decrease in the relative
abundance of microbes; in addition, they may have detrimental effects on the transitory
resistome of the gut, increasing the copy number of resistance genes in MDR isolates
and facilitating HGT [16,29,53,54]. Based on our previous findings, ampicillin and cef-
tazidime treatment increased the colonization of the ECKP strain and the copy number
of the CTX-M-15 resistance gene that was resident in the plasmid of KP5285. In contrast,
ciprofloxacin did not increase the colonization rate or the expression level of the examined
resistance genes [30]. The role in the increasing frequency of gastrointestinal colonization
by ESBL and carbapenemase-producers of the worldwide reduction of fluoroquinolone
use is debatable, whereas the use of β-lactam antibiotics has increased globally [4]. As
we have seen from our previous results, the use of these drugs may play a role not only
in maintaining colonization but also in increasing the copy number of resistance genes.
However, the effects of antibiotic treatment in the context of affecting colonization have
not been extensively studied. An important finding of our study is that the composition
of the microbial community plays a primary role in the degree of colonization with MDR
bacteria and the antibiotic susceptibility of the individual MDR strain affects this process
to a lesser extent.
This is supported by the fact that ciprofloxacin treatment dose-dependently reduced
colonization of the ECKP strain to a much greater extent than in the antibiotic-free group,
despite the fact that the KP5825 strain showed a high level of resistance to ciprofloxacin [30].
Based on our findings, the treatment with antibiotics has led to complex changes in mi-
crobiota composition, not only as a direct function of antibiotic treatment, but as the
association of distinct bacterial communities. Another significant result of this study is the
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detection of these well-defined microbial clusters within the intestinal microbiota of mice
and their association with the clearance of the carbapenemase-producing strain. Indeed, it
was observed that a set of bacteria from the Lachnospiraceae family (including Agathobacter,
Anaerostipes, Lachnoclostridium 11308, Lachnospiraceae UCG-004, Lachnospiraceae NK3A20
group 11318, Lachnospiraceae NK4A136 group 11319, Roseburia, and Tyzzerella) showed an
inverse relationship with the carriage rate of the ECKP strain; these species were more
abundant in mice who showed significantly decreased carriage rates of the carbapenemase-
producer. Species from the Ruminococcaceae, Lachnospiraceae, and Veillonellaceae families are
associated with the normal gut of humans and other mammals, but they are also involved
in the production of short-chain fatty acids (SCFAs); these SCFAs are known to inhibit the
growth of several species belonging to the Enterobacteriaceae family [55–57]. Based on a
recent study by Sorbara et al., Lachnospiraceae isolates are likely to impact colonization resis-
tance through the acidification of the intestinal lumen and the expression of lantibiotics (the
latter being important in inhibiting the growth of competing bacteria) [56,58]. They were
also shown to influence the host mucosal immune cells and enterocytes via the production
of butyrate, and they may contribute to the synergistic mechanism of cognate microbial
families within their cluster by heterogeneous polysaccharide metabolism. The underlying
suspected mechanism is that at low pH in the gut, butyrate will penetrate through the
bacterial membrane and has a direct killing effect on the members of the Enterobactericeae
family [56,59]. However, the administration of antibiotics in the gut leads to a decrease in
pH levels; therefore, the produced butyrate will lose its bactericidal effects [56].
On the other hand, species of the Enterobacteriaceae family showed a strong positive
correlation with the amount of KP5825 in the Spearman’s-correlation matrix. Their changes
occurred in parallel; thus, the increase or decrease of the MDR-Klebsiella strain was also asso-
ciated with the subsequent increase or decrease in the amount of other Enterobacteriaceae,
such as Citrobacter, Enterobacter, or Escherichia-Shigella. Members of the Enterobacteriaceae
family possess distinct mechanisms to promote each other’s growth through the gen-
eration of inflammatory processes and dysbiosis. If the amount of butyrate-producing
bacteria decreases, it may lead to an increased expression of inducible nitrogen-oxide
synthase (iNOS) in epithelial cells. Byproducts of iNOS can be used only by the Enter-
obacteriaceae during nitrogen fermentation; thus, instead of a competitive relationship
between taxonomically-related species, this results in additional proliferation of the cluster
including Enterobacteriaceae members, leading to a vicious circle, a positive feedback
loop [60]. Another possibility to consider is co-colonization with multiple MDR bacteria,
which is presumably also influenced by shifts in microbiota dynamics. In our studies, mice
colonized in a greater extent with MDR-Klebsiella also had a much higher proportion of
Streptococcus, especially in samples in the high-dose ceftazidime treatment group, as we
observed earlier [30]. This phenomenon was observed in both individual and pooled group
evaluations. Similar observations have been described by Collingwood et al. during the
co-colonization of intensive care unit (ICU) patients with carbapenem-resistant Klebsiella
and vancomycin-resistant enterococci (VRE) [28]. Their results also suggested that VRE
and K. pneumoniae interact in the fecal microbiota. Importantly, the differences in the
microbiota between the groups seem to be driven by Klebsiella and Enterococcus themselves,
with a higher abundance of a Klebsiella OTU in Klebsiella and co-colonized groups and a
higher abundance of an Enterococcus OTU in VRE-colonized groups compared with the
non-colonized group [28].
Our results point out that a change in the perspectives regarding future decolonization
strategies is needed, one that considers the systems disorder occurring in gut microbiota
dynamics after colonization with an MDR species. In addition, the effects of antibiotics
on the microbiota composition and the corresponding beneficial or detrimental changes
in gut bacteria affecting the capacity of the host to eliminate colonizers must be taken
into consideration. We have shown that distinct bacterial families have associated into
microbial clusters (most notably, members of Lachnospiraceae and Enterobacteriaceae), col-
lecting taxonomically close species around themselves to produce survival benefits in the
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gut microbiota. These associations between different species do not develop at random.
These may be attributed to the presence of specific metabolomic networks. Interestingly,
members of Enterobacterieaceae and the colonizing KP5825 strain have shown a correlational
relationship, whereas Lachnospiraceae and related organisms were more abundant in mice,
where the rate of the ECKP was lower. As demonstrated by our results, the two microbial
clusters have contrasting effects on the colonization rate of the carbapenemase-producer,
and the effect of administered antibiotics on the ECKP colonization may also be attributed
to the effects on these clusters. Thus, new modifiers of microbiota composition (which
may already be present in smaller quantities in the host) may hold the promise of effective
decolonization treatments. In the future, tailor-made metabolomic cocktails (containing
substrates and end-products deliberately chosen) may hold the key to propagating advan-
tageous or suppressing disadvantageous clusters, facilitating natural clearance of MDR
pathogens from the gut. In a study by Leo et al., the proportion of Enterobacteriaceae in the
microbiota of FMT-treated MDR carriers was significantly lower than the baseline, whereas
the abundance of Bifidobacterium species, together with butyrate- and propionate-producing
species from Lachnospiraceae and Ruminococcaceae families, were significantly enriched after
treatment [61]. Thus, it may be concluded that FMT, even with the recently described safety
concerns, is the closest thing we currently have that considers all the abovementioned
points: during fecal transplantation (in contrast to the administration of probiotics, where
only one or few species are introduced) a complex community or cluster or bacteria and
the corresponding metabolomic network is being transferred into the host, which cannot
be produced yet by artificial means. The presence of these networks in the FMT may be
crucial in shifting the ecological conditions in the gut microbiota to restore gut health and
favor the elimination of MDR-colonizing species (Figure 9).
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Figure 9. The dynamics of colonization with MDR K. pneumoniae. Colonization dynamics with
multi-drug-resistant K. pneumoniae are determined by the behavior of microbiota-cluster groups
rather than the ind vidual vul er bility of the bacteria. One of the dominant clusters contains bacteria
belonging to the Enterobacteriaceae family, whereas the other dominant cluster contains Lachnospiraceae
and other short-chain fatty acid-producing bacteria. Bacteria belonging to the same cluster reinforce
each other, whereas the contrasting clusters act against each other. The effect of clusters overrides the
effect of individual bacteria. The balance between clusters is mostly affected by the use of antibiotics,
other drugs, and fecal microbiota transplantation (FMT).
4. Materials and Methods
4.1. Study Design, Bacterial Strains
The K. pneumoniae KP5825 isolate used in our study produced the CTX-M-15 ESBL and
OXA-162 carbapenemase enzymes (ECKP), in addition to containing numerous antibiotic
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resistance genes: for β-lactam resistance: blaSHV-28, blaOXA-1, blaOXA-162, and blaCTX-M-15;
for aminoglycoside resistance: aac(3)-IIa, aph(3’)-Ia, and aac(5’)Ib-cr; for fluoroquinolone
resistance: aac(6’)-Ib-cr, oqxA, and oqxB. During colonization experiments, 5 × 106 CFU
of K. pneumoniae KP5825 was administered by oral gavage in a volume of 200 µL on the
fourteenth and fifteenth days of ampicillin pretreatment. After the colonization, 0.5 g/L
ampicillin (Amp_0.5), 0.1 g/L ceftazidime (Caz_0.1), 0.5 g/L ceftazidime (Caz_0.5), 0.1
g/L ciprofloxacin (Cip_0.1), 0.5 g/L ciprofloxacin (Cip_0.5), or no antibiotic (control group;
CTL) was further administered to the animals (seven mice in each group) in the drinking
water for two weeks and changed every day (Figure 10). Mice were single-housed at the
time of the colonization experiments. Animals were maintained in a specific pathogen-
free facility at the Institute of Medical Microbiology, Semmelweis University. All mouse
handling, cage changes, and fecal pellet collection were performed in a biosafety level 2
(BSL-2) facility wearing sterile gowns, masks, and gloves. Animals were maintained and
handled in accordance with the recommendations of the Guidelines for the Care and Use
of Laboratory Animals.
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4.2. icrobiota nalysis
To investigate the gut microbial characteristics in the different antibiotic treatment
groups, as well as the relationships between the gut microbiota and colonization rate with
KP5825, stool samples were collected from each mouse in each group; altogether, n = 84
fecal samples were collected. Microbiota analysis was completed for seven mice per group
at each time point (on the first and fifteenth day) by deep-sequencing bacterial 16S rRNA
gene amplicons. Briefly, DNA was extracted from ~80 mg of feces using the QIAamp
PowerFecal DNA kit (Qiagen; Frederick, MD, USA) according to the manufacturer’s
instructions with lysis conditions optimized to increase the ratio of nonhuman to human
DNA. The V3–V4 region of the bacterial 16S rRNA gene, considered as the most promising
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for bacterial deep-sequencing-based diversity. Thus, a primer pair was designed for this
region and was PCR amplified. Single amplicons of ~460 bp were cleaned up using AMPure
XP beads (Agencourt AMPure XP) and visualized by DNA 1000 kit with Agilent 2100
Bioanalyzer. Dual indices (barcodes) and Illumina sequencing adapters were added to the
amplicons using the Nextera XT Index kit (Illumina, Inc., San Diego, CA, USA), followed by
DNA purification (Agencourt AMPure XP). Individual barcoded DNA samples were then
quantified (Qubit dsDNA HS Assay kit with Qubit 2.0; Thermo Fisher Scientific), qualified
(DNA 1000 kit with Agilent 2100 Bioanalyzer), normalized, and pooled. Multiplexed
libraries were diluted to 13 pM and denatured with NaOH prior to sequencing on the
MiSeq system (Illumina) using the MiSeq reagent kit v3 600 cycle (2 × 300 bp; Illumina).
4.3. Metataxonomic Analysis
The demultiplexed raw sequencing data were retrieved from the Illumina BaseSpace.
The quality control (QC) of the raw reads was carried out by FastQC and MultiQC [62].
After the QC, low-quality reads were trimmed by Trimmomatic [63]. The first 12 base
pairs were removed, as well as the consecutive low base calls (Phred score ≤ 20), and only
reads with a minimal length of 36 were kept. In our analysis, the small subunit (SSU) Ref
NR 99 database was used, downloaded on 22/03/2019 (release 132) of SILVA [64]. This
contains non-redundant sequences (identity threshold is 99%). The database FASTA file
was preprocessed, and the RNA sequences were converted by replacing the uracils (U) with
thymines (T). The preprocessed database was indexed by the Kraken2 tool (kraken2-build)
with k-mer = 31. Kraken2 aligned and classified the short-reads, and the final estimation
of the taxon abundances in various taxonomic levels was conducted with Bracken (with
threshold = 20 for the minimal number of reads required for classifying categories) [65].
4.4. Statistical Analysis
In order to quantify the change between the microbiota compositions for each mouse
in the downstream analysis, the taxa with very low abundance (hit count < 50) were
discarded, and also those that are not present in any samples at least with the proportion
of 1%.
The Shannon index was used as the alpha diversity measure for the treatment groups.
The statistical significances between the studied groups were estimated with the Wilcoxon
rank-sum test. The relative abundance plots show only those taxonomic categories that
were present with at least 5% relative abundance in at least one of the sample groups
averaged by treatments. Statistical significance values for the changes between time
points were calculated again by the Wilcoxon rank-sum test. Spearman’s correlation was
calculated between the read ratios of selected frequent bacterial genera and the Shannon
diversity index of the corresponding samples. The Shannon index and the read ratios were
visualized in scatter plots, and linear lines were fitted to show the trends of correlations.
Principal component analysis (PCA) was performed in multiple taxonomic levels, based
on the relative abundance values, and the samples were plotted in the new space defined
by the two strongest principal components (explaining the most from the inter-sample
variance). The orientations of the original taxonomic categories contributing the most to
those components were also visualized in this space.
Spearman’s correlation coefficients were calculated between Klebsiella and other bac-
terial genera in each of the samples on day 15. Pairs of the strongest positive and neg-
ative correlations (|rho| ≥ 0.4 and p-value < 0.05) were listed, and a selection of them
(rho < −0.6) were visualized in scatter plots. A heatmap was generated from the read
ratios of genera that were represented in at least 1% in the samples in order to identify
samples with similar compositions. A selection of frequent genera were chosen from this
list, and between these genera, pairwise Spearman’s correlations were calculated. The rho
values of these correlations were clustered again in another heatmap to identify strongly
correlated co-appearing groups of genera with special attention to Klebsiella. The heatmaps
were clustered based on the Bray–Curtis distance measure. The calculations of the Shannon
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indices, the heatmaps, and the correlation analysis were performed with the scikit-bio
package [http://scikit-bio.org/docs/0.5.5/index.html] (version 0.5.5) of Python. The rel-
ative abundance plots, scatter plots, and the PCA analysis was carried out in MATLAB
(version R2017b).
5. Conclusions
The carriage of drug-resistant bacteria in the gut microbiota may lead to serious
infections in vulnerable patient populations; therefore, studies on innovative and com-
prehensive decontamination strategies should be highlighted. Our experimental results
suggest that a new concept, a new way of thought should be introduced in designing
future endeavors for MDR decolonization. In conventional microbiological studies on
colonization, the individual features and antibacterial susceptibility of bacteria are stud-
ied; however, the composition of them and the effects of the microbiotic environment
surrounding MDR bacteria have not been extensively studied. In the future, colonization
studies may need to be supplemented by the study of the host community composition and
identifying bacterial clusters that may be capable of suppressing or enhancing the invader
species. From the currently known decolonization strategies, fecal transplantation is the
most successful treatment option so far, which was further underlined by our experiments,
providing mechanistic insight into a possible mechanism of action, even if the clearance rate
is not too high. The fact that FMT is the most successful treatment available confirms our
perspective that we should think in bacterial groups (as complex networks of taxonomical
and metabolomic interactions) rather than individual bacteria.
Supplementary Materials: The following are available online at https://www.mdpi.com/2079-638
2/10/3/268/s1. Figure S1. Relative abundances at phylum level for each mouse feces sample on
day 1 and day 15 that have at least 5% relative abundance in at least one of the samples. Figure S2.
Relative abundances at family level for each mouse feces sample on day 1 and day 15 that have at
least 5% relative abundance in at least one of the samples. Figure S3. Relative abundances at genus
level for each mice feces sample on day 1 and day 15 that have at least 5% relative abundance in at
least one of the samples. Figure S4. Principal component analysis of the different treatments and the
changes in the composition of bacterial genera in the microbiome of each mouse in time. Figure S5.
Principal component analysis of the different treatments and the changes in the composition of
bacterial families in the microbiome of each mouse in time. Figure S6. Principal component analysis
of the different treatments and the changes in the composition of bacterial families in the microbiome
of each mouse in time. Figure S7. Correlation between Klebsiella and other genera. Proliferation rates
of bacteria from the stool samples of each mouse addressed to different treatments at different time
points. Table S1. Pairwise Spearman’s correlations between Klebsiella and other bacterial genera with
|rho| ≥ 0.4 and p-value < 0.05.
Author Contributions: J.J. and B.L. performed the bioinformatical analysis and designed the figures;
N.M. performed the DNA isolation, library preparation, and sequencing; M.G. planned the experi-
ment, drafted the manuscript, and designed the figures; B.S., F.B.F., and J.D. performed the animal
experiment; O.E. supervised the animal experiment and interpreted the results; S.P. was involved in
planning the work; Á.T. processed the experimental data. E.O., D.S., and S.P. aided in interpreting
the results, supervised the work, and worked on the manuscript. All authors read and approved the
final manuscript.
Funding: M.G. was supported by the János Bolyai Research Scholarship of the Hungarian Academy
of Sciences (BO/00144/20/5), the New National Excellence Programme (ÚNKP) of the Hungarian
Ministry for Innovation and Technology (ÚNKP-20-5-SZTE-330), and ESCMID’s “30 under 30” Award.
J.J., B.L., and S.P. were supported by Hungarian Scientific Research Fund (OTKA) grant no 120650
and by National Bionics Program grant ED_17-1-2017-0009 sponsored by the Hungarian Ministry
of Technology and Innovation; furthermore, TUDFO/51757-1/2019-ITM of the Thematic Program
of Excellence (TKP) from the Hungarian Ministry of Technology and Innovation. Support from the
Ministry of Human Capacities, Hungary grant 20391-3/2018/FEKUSTRAT is acknowledged.
Institutional Review Board Statement: Animals were maintained and handled in accordance with
the recommendations of the Guidelines for the Care and Use of Laboratory Animals, and the
Antibiotics 2021, 10, 268 18 of 21
experiments were approved by the Animal Care Committee of Semmelweis University (permission
no. PE/EA/60-8/2018, PE/EA/964-5/2018).
Informed Consent Statement: Not applicable.
Data Availability Statement: The datasets supporting the conclusions of this article are included
within the article and its additional files. The sequencing data generated during the current study
were submitted to NCBI’s Sequence Read Archive (SRA) and are accessible with SRA accession
number PRJNA595721.
Conflicts of Interest: The authors declare no conflict of interest.
Abbreviations
Amp ampicillin
Amp_0.5 0.5 g/L ampicillin
BSL biosafety level
Caz ceftazidime
Caz_0.1 0.1 g/L ceftazidime
Caz_0.5 0.5 g/L ceftazidime
CFU colony-forming unit
Cip ciprofloxacin
Cip_0.1 0.1 g/L ciprofloxacin
Cip_0.5 0.5 g/L ciprofloxacin
CRE carbapenem-resistant Enterobacterales
CTL control group
DALY disability-adjusted life years
ECKP ESBL- and carbapenemase-producing Klebsiella pneumoniae
EBSL extended-spectrum β-lactamase
FMT fecal microbiota transplantation
HGT horizontal gene transfer
ICU intensive care unit
iNOS Nitric oxide synthase
KPC Klebsiella pneumoniae carbapenemase
MDR multidrug-resistant
NDM New Delhi metallo-beta-lactamase
OUT operational taxonomic unit
PCA principal component analysis
PCR polymerase chain reaction
QC quality control
SARS-CoV-2 Severe acute respiratory syndrome coronavirus 2





WHO World Health Organization
References
1. Lob, S.H.; Biedenbach, D.J.; Badal, R.E.; Kazmierczak, K.M.; Sahm, D.F. Antimicrobial resistance and resistance mechanisms of
Enterobacteriaceae in ICU and non-ICU wards in Europe and North America: SMART 2011–2013. J. Glob. Antimicrob. Resist. 2015,
3, 190–197. [CrossRef]
2. Jean, S.S.; Coombs, G.; Ling, T.; Balaji, V.; Rodrigues, C.; Mikamo, H.; Kim, M.J.; Rajasekaram, D.G.; Mendoza, M.; Tan, T.Y.; et al.
Epidemiology and antimicrobial susceptibility profiles of pathogens causing urinary tract infections in the Asia-Pacific region:
Results from the Study for Monitoring Antimicrobial Resistance Trends (SMART), 2010–2013. Int. J. Antimicrob. Agents 2016, 47,
328–334. [CrossRef] [PubMed]
3. Grundmann, H.; Glasner, C.; Albiger, B.; Aanensen, D.M.; Tomlinson, C.T.; Andrasevic, A.T.; Cantón, R.; Carmeli, Y.;
Friedrich, A.W.; Giske, C.G.; et al. Occurrence of car-bapenemase-producing Klebsiella pneumoniae and Escherichia coli in the
European survey of carbapenemase-producing Enterobacteriaceae (EuSCAPE): A prospective, multinational study. Lancet Infect.
Dis. 2017, 17, 153–163. [CrossRef]
Antibiotics 2021, 10, 268 19 of 21
4. Karaiskos, I.; Giamarellou, H. Carbapenem-sparing strategies for ESBL producers: When and how. Antibiotics 2020, 9, 61.
[CrossRef] [PubMed]
5. Cano, A.; Gutierrez-Gutierrez, B.; Machuca, I.; Gracia-Ahufinger, I.; Perez-Nadales, E.; Causse, M.; Castón, J.J.; Guzman-Puche, J.;
Torre-Giménez, J.; Kindelán, L.; et al. Risks of infection and mortality among patients colonized with Klebsiella pneumoniae
carbapenemase-producing K. pneumoniae: Validation of scores and proposal for management. Clin. Infect. Dis. 2018, 66,
1204–1210. [CrossRef]
6. Pitout, J.D.D.; Nordmann, P.; Poirel, L. Carbapenemase-producing Klebsiella pneumoniae, a key pathogen set for global
nosocomial dominance. Antimicrob. Agents Chemother. 2015, 59, 5873–5884. [CrossRef]
7. Forcina, A.; Baldan, R.; Marasco, V.; Cichero, P.; Bondanza, A.; Noviello, M.; Piemontese, S.; Soliman, C.; Greco, R.;
Lorentino, F.; et al. Control of infectious mortality due to carbapenemase-producing Klebsiella pneumoniae in hematopoietic
stem cell transplantation. Bone Marrow Transplant. 2017, 52, 114–119. [CrossRef] [PubMed]
8. Freire, M.P.; Abdala, E.; Moura, M.L.; De Paula, F.J.; Spadão, F.; Caiaffa-Filho, H.H.; David-Neto, E.; Nahas, W.C.; Pierrotti, L.C.
Risk factors and outcome of infections with Klebsiella pneumoniae carbapenemase-producing K. pneumoniae in kidney transplant
recipients. Infection 2015, 43, 315–323. [CrossRef]
9. Freire, M.P.; Pierrotti, L.C.; Filho, H.H.; Ibrahim, K.Y.; Magri, A.S.; Bonazzi, P.R.; Hajar, L.; Diz, M.P.; Pereira, J.; Hoff, P.M.; et al.
Infection with Klebsiella pneumoniae carbapenemase (KPC)-producing Klebsiella pneumoniae in cancer patients. Eur. J. Clin.
Microbiol. Infect. Dis. 2015, 34, 277–286. [CrossRef]
10. Rivera-Espinar, F.; Machuca, I.; Tejero, R.; Rodríguez, J.; Mula, A.; Marfil, E.; Cano, Á.; Gutiérrez-Gutiérrez, B.; Rodríguez, M.;
Pozo, J.C.; et al. Impact of KPC Production and high-level meropenem resistance on all-cause mortality of ventilator-associated
pneumonia in association with Klebsiella pneumoniae. Antimicrob. Agents Chemother. 2020, 64, 02164-19. [CrossRef] [PubMed]
11. Zhang, Y.; Wang, Q.; Yin, Y.; Chen, H.; Jin, L.; Gu, B.; Xie, L.; Yang, C.; Ma, X.; Li, H.; et al. Epidemiology of carbapenem-resistant
Enterobacteriaceae infections: Report from the China CRE Network. Antimicrob. Agents Chemother. 2017, 62, 01882-17. [CrossRef]
[PubMed]
12. Chiu, S.-K.; Ma, L.; Chan, M.-C.; Lin, Y.-T.; Fung, C.-P.; Wu, T.-L.; Chuang, Y.-C.; Lu, P.-L.; Wang, J.-T.; Lin, J.-C.; et al. Carbapenem
nonsusceptible Klebsiella pneumoniae in Taiwan: Dissemination and increasing resistance of carbapenemase producers during
2012–2015. Sci. Rep. 2018, 8, e8468. [CrossRef]
13. Tseng, W.-P.; Chen, Y.-C.; Chen, S.-Y.; Chen, S.-Y.; Chang, S.-C. Risk for subsequent infection and mortality after hospitalization
among patients with multidrug-resistant gram-negative bacteria colonization or infection. Antimicrob. Resist. Infect. Control. 2018,
7, e93. [CrossRef]
14. Han, R.; Shi, Q.; Wu, S.; Yin, D.; Peng, M.; Dong, D.; Zheng, Y.; Guo, Y.; Zhang, R.; Hu, F.; et al. Dissemination of Carbapenemases
(KPC, NDM, OXA-48, IMP, and VIM) among carbapenem-resistant Enterobacteriaceae isolated from adult and children patients
in China. Front. Cell. Infect. Microbiol. 2020, 10, 314. [CrossRef]
15. World Health Organization. Prioritization of Pathogens to Guide Discovery, Research and Development of New Antibiotics for Drug
Resistant Bacterial Infections, Including Tuberculosis; WHO: Geneva, Switzerland, 2017; p. 74.
16. Kim, S.; Covington, A.; Pamer, E.G. The intestinal microbiota: Antibiotics, colonization resistance, and enteric pathogens. Immunol.
Rev. 2017, 279, 90–105. [CrossRef] [PubMed]
17. Khanna, S. Microbiota Replacement Therapies: Innovation in gastrointestinal care. Clin. Pharmacol. Ther. 2018, 103, 102–111.
[CrossRef]
18. Do, T.T.; Tamames, J.; Stedtfeld, R.D.; Guo, X.; Murphy, S.; Tiedje, J.M.; Walsh, F. Antibiotic resistance gene detection in the
microbiome context. Microb. Drug Resist. 2018, 24, 542–546. [CrossRef]
19. Karanika, S.; Karantanos, T.; Arvanitis, M.; Grigoras, C.; Mylonakis, E. Fecal colonization with extended-spectrum beta-lactamase-
producing Enterobacteriaceae and risk factors among healthy individuals: A systematic review and metaanalysis. Clin. Infect.
Dis. 2016, 63, 310–318. [CrossRef] [PubMed]
20. Qin, X.; Wu, S.; Hao, M.; Zhu, J.; Ding, B.; Yang, Y.; Xu, X.; Wang, M.; Yang, F.; Hu, F. The colonization of carbapenem-resistant
Klebsiella pneumoniae: Epi-demiology, resistance mechanisms, and risk factors in patients admitted to intensive care units in
China. J. Infect. Dis. 2020, 221, S206–S214. [CrossRef]
21. Arcilla, M.S.; van Hattem, J.M.; Haverkate, M.R.; Bootsma, M.C.J.; van Genderen, P.J.J.; Goorhuis, A.; Grobusch, M.P.;
Lashof, A.M.O.; Molhoek, N.; Schultsz, C.; et al. Import and spread of ex-tended-spectrum beta-lactamase-producing En-
terobacteriaceae by international travellers (COMBAT study): A prospective, multicentre cohort study. Lancet Infect. Dis. 2017, 17,
78–85. [CrossRef]
22. Woerther, P.L.; Andremont, A.; Kantele, A. Travel-acquired ESBL-producing Enterobacteriaceae: Impact of colonization at
individual and community level. J. Travel Med. 2017, 24, S29–S34. [CrossRef] [PubMed]
23. Shimasaki, T.; Seekatz, A.; Bassis, C.; Rhee, Y.; Yelin, R.D.; Fogg, L.; Dangana, T.; Cisneros, E.C.; Weinstein, R.A.; Okamoto, K.; et al.
Increased relative abundance of Klebsiella pneumoniae carbapenemase-producing Klebsiella pneumoniae within the gut
microbiota is associated with risk of bloodstream infection in long-term acute care hospital patients. Clin. Infect. Dis. 2019, 68,
2053–2059. [CrossRef]
24. Otter, J.A.; Natale, A.; Batra, R.; Tosas Auguet, O.; Dyakova, E.; Goldenberg, S.D.; Edgeworth, J.D. Individual- and community-
level risk factors for ESBL Enterobacteriaceae colonization identified by universal admission screening in London. Clin. Microbiol.
Infect. 2019, 25, 1259–1265. [CrossRef] [PubMed]
Antibiotics 2021, 10, 268 20 of 21
25. Huang, Y.-S.; Lai, L.-C.; Chen, Y.-A.; Lin, K.-Y.; Chou, Y.-H.; Chen, H.-C.; Wang, S.-S.; Wang, J.-T.; Chang, S.-C. Colonization with
multidrug-770 resistant organisms among healthy adults in the community setting: Prevalence, risk factors, and composition of
gut microbiome. Front. Microbiol. 2020, 11, 1402. [CrossRef]
26. Schaumburg, F.; Sertic, S.M.; Correa-Martinez, C.; Mellmann, A.; Kock, R.; Becker, K. Acquisition and colonization dynamics of
an-timicrobial-resistant bacteria during international travel: A prospective cohort study. Clin. Microbiol. Infect. 2019, 25, 1287
e1–1287 e7. [CrossRef]
27. Meurs, L.; Lempp, F.S.; Lippmann, N.; Trawinski, H.; Rodloff, A.C.; Eckardt, M.; Klingeberg, A.; Eckmanns, T.; Walter, J.;
Lübbert, C.; et al. Intestinal colonization with extended-spectrum beta-lactamase producing Enterobacterales (ESBL-PE) during
long distance travel: A cohort study in a German travel clinic (2016–2017). Travel Med. Infect. Dis. 2020, 33, 101521. [CrossRef]
28. Collingwood, A.; Blostein, F.; Seekatz, A.M.; Wobus, C.E.; Woods, R.J.; Foxman, B.; Bachman, M.A. Epidemiological and
microbiome associations between Klebsiella pneumoniae and vancomycin-resistant Enterococcus colonization in intensive care
unit patients. Open Forum Infect. Dis. 2020, 7, 012. [CrossRef] [PubMed]
29. Modi, S.R.; Collins, J.J.; Relman, D.A. Antibiotics and the gut microbiota. J. Clin. Investig. 2014, 124, 4212–4218. [CrossRef]
[PubMed]
30. Stercz, B.; Tóth, Á.; Gajdács, M.; Domokos, J.; Horváth, V.; Ostorházi, E.; Makra, N.; Kocsis, B.; Juhász, J.; Ligeti, B.; et al. The
influence of antibiotics on transitory resistome during gut colonization with CTX-M-15 and OXA-162 producing Klebsiella
pneumoniae ST15. Sci. Rep 2021, in press.
31. Cassini, A.; Hogberg, L.D.; Plachouras, D.; Quattrocchi, A.; Hoxha, A.; Simonsen, G.S.; Colomb-Cotinat, M.; Kretzschmar, M.E.;
Devleesschauwer, B.; Cecchini, M.; et al. Attributable deaths and disability-adjusted life-years caused by infections with antibiotic-
resistant bacteria in the EU and the European Economic Area in 2015: A population-level modelling analysis. Lancet Infect. Dis.
2019, 19, 56–66. [CrossRef]
32. Woerther, P.L.; Burdet, C.; Chachaty, E.; Andremont, A. Trends in human fecal carriage of extended-spectrum beta-lactamases in
the community: Toward the globalization of CTX-M. Clin. Microbiol. Rev. 2013, 26, 744–758. [CrossRef]
33. Willems, R.P.J.; van Dijk, K.; Ket, J.C.F.; Vandenbroucke-Grauls, C. Evaluation of the association between gastric acid suppression
and risk of intestinal colonization with multidrug-resistant microorganisms: A systematic review and meta-analysis. JAMA
Intern. Med. 2020, 180, 561–571. [CrossRef]
34. Pires, J.; Kraemer, J.G.; Kuenzli, E.; Kasraian, S.; Tinguely, R.; Hatz, C.; Endimiani, A.; Hilty, M. Gut microbiota dynamics in
travelers returning from India colonized with extended-spectrum cephalosporin-resistant Enterobacteriaceae: A longitudinal
study. Travel Med. Infect. Dis. 2019, 27, 72–80. [CrossRef] [PubMed]
35. Haverkate, M.R.; Derde, L.P.G.; Brun-Buisson, C.; Bonten, M.J.M.; Bootsma, M.C.J. Duration of colonization with antimicrobial-
resistant bacteria after ICU discharge. Intensiv. Care Med. 2014, 40, 564–571. [CrossRef]
36. Zimmerman, F.S.; Assous, M.V.; Bdolah-Abram, T.; Lachish, T.; Yinnon, A.M.; Wiener-Well, Y. Duration of carriage of car-
bapenem-resistant Enterobacteriaceae following hospital discharge. Am. J. Infect. Control. 2013, 41, 190–194. [CrossRef]
37. Doron, S.; Snydman, D.R. Risk and Safety of Probiotics. Clin. Infect. Dis. 2015, 60, S129–S134. [CrossRef]
38. Jang, M.-O.; An, J.H.; Jung, S.-I.; Park, K.-H. RefractoryClostridium difficileInfection Cured With Fecal Microbiota Transplantation
in Vancomycin-Resistant Enterococcus Colonized Patient. Intest. Res. 2015, 13, 80–84. [CrossRef] [PubMed]
39. Bilinski, J.; Grzesiowski, P.; Sorensen, N.; Madry, K.; Muszynski, J.; Robak, K.; Wroblewska, M.; Dzieciatkowski, T.; Dulny, G.;
Dwilewicz-Trojaczek, J.; et al. Fecal Microbiota Transplantation in Patients With Blood Disorders Inhibits Gut Colonization with
Antibiotic-Resistant Bacteria: Results of a Prospective, Single-Center Study. Clin. Infect. Dis. 2017, 65, 364–370. [CrossRef]
40. Tavoukjian, V. Faecal microbiota transplantation for the decolonization of antibiotic-resistant bacteria in the gut: A systematic
review and meta-analysis. J. Hosp. Infect. 2019, 102, 174–188. [CrossRef]
41. Dinh, A.; Fessi, H.; Duran, C.; Batista, R.; Michelon, H.; Bouchand, F.; Lepeule, R.; Vittecoq, D.; Escaut, L.; Sobhani, I.; et al.
Clearance of carbapenem-resistant Enterobacteriaceae vs vancomycin-resistant enterococci carriage after faecal microbiota
transplant: A prospective comparative study. J. Hosp. Infect. 2018, 99, 481–486. [CrossRef] [PubMed]
42. Singh, R.; De Groot, P.F.; Geerlings, S.E.; Hodiamont, C.J.; Belzer, C.; Berge, I.J.M.T.; De Vos, W.M.; Bemelman, F.J.; Nieuwdorp, M.
Fecal microbiota transplantation against intestinal colonization by extended spectrum beta-lactamase producing Enterobacteri-
aceae: A proof of principle study. BMC Res. Notes 2018, 11, 1–6. [CrossRef]
43. Jouhten, H.; Mattila, E.; Arkkila, P.; Satokari, R. Reduction of antibiotic resistance genes in intestinal microbiota of patients with
recurrent Clostridium difficile infection after fecal microbiota transplantation. Clin. Infect. Dis. 2016, 63, 710–711. [CrossRef]
44. Leung, V.; Vincent, C.; Edens, T.J.; Miller, M.; Manges, A.R. Antimicrobial resistance gene acquisition and depletion following
fecal microbiota transplantation for recurrent Clostridium difficile Infection. Clin. Infect. Dis. 2018, 66, 456–457. [CrossRef]
[PubMed]
45. DeFilipp, Z.; Bloom, P.P.; Soto, M.T.; Mansour, M.K.; Sater, M.R.; Huntley, M.H.; turbett, S.; Chung, R.T.; Chen, Y.-B.; Hohmann, E.L.
Drug-resistant E. coli bacteremia transmitted by fecal microbiota Transplant. N. Engl. J. Med. 2019, 381, 2043–2050. [CrossRef]
[PubMed]
46. Ng, S.C.; Chan, F.K.L.; Chan, P.K.S. Screening FMT donors during the COVID-19 pandemic: A protocol for stool SARS-CoV-2
viral quantification. Lancet Gastroenterol. Hepatol. 2020, 5, 642–643. [CrossRef]
Antibiotics 2021, 10, 268 21 of 21
47. FDA. Fecal Microbiota for Transplantation: New Safety Information—Regarding Additional Protections for Screening Donors for
COVID-19 and Exposure to SARS-CoV-2 and Testing for SARS-CoV-2. Available online: https://www.fda.gov/safety/medical-
product-safety-information/fecal-microbiota-transplantation-new-safety-information-regarding-additional-protections-
screening (accessed on 10 September 2020).
48. Zao, T.; Zhang, F.; Lui, C.Y.G.; Yeoh, Y.K.; Li, A.Y.; Zhan, H.; Wan, Y.; Chung, A.C.K.; Cheung, C.P.; Chen, N.; et al. Alterations in
gut micro-biota of patients with COVID-19 during time of hospitalization. Gastroenterology 2020, 159, 944–955.e8. [CrossRef]
49. Corbellino, M.; Kieffer, N.; Kutateladze, M.; Balarjishvili, N.; Leshkasheli, L.; Askilashvili, L.; Tsertsvadze, G.; Rimoldi, S.G.;
Nizharadze, D.; Hoyle, N.; et al. Eradication of a multidrug-resistant, carbapenemase-producing Klebsiella pneumoniae isolate
following oral and intra-rectal therapy with a custom made, lytic bacteriophage preparation. Clin. Infect. Dis. 2019, 70, 1998–2001.
[CrossRef]
50. Caballero, S.; Carter, R.; Ke, X.; Susac, B.; Leiner, I.M.; Kim, G.J.; Miller, L.; Ling, L.; Manova, K.; Pamer, E.G. Distinct but spatially
overlapping intestinal niches for vancomycin-resistant Enterococcus faecium and carbapenem-resistant Klebsiella pneumoniae.
PLoS Pathog. 2015, 11, e1005132. [CrossRef] [PubMed]
51. Ubeda, C.; Bucci, V.; Caballero, S.; Djukovic, A.; Toussaint, N.C.; Equinda, M.; Lipuma, L.; Ling, L.; Gobourne, A.; No, D.; et al.
Intestinal microbiota containing Barnesiella species cures vancomycin-resistant Enterococcus faecium colonization. Infect. Immun.
2013, 81, 965–973. [CrossRef]
52. Piewngam, P.; Quinones, M.; Thirakittiwatthana, W.; Yungyuen, T.; Otto, M.; Kiratisin, P. Composition of the intestinal microbiota
in extended-spectrum beta-lactamase-producing Enterobacteriaceae carriers and non-carriers in Thailand. Int. J. Antimicrob.
Agents 2019, 53, 435–441. [CrossRef] [PubMed]
53. Ferrer, M.; Méndez-García, C.; Rojo, D.; Barbas, C.; Moya, A. Antibiotic use and microbiome function. Biochem. Pharmacol. 2017,
134, 114–126. [CrossRef]
54. Penders, J.; Stobberingh, E.E.; Savelkoul, P.H.M.; Wolffs, P.F.G. The human microbiome as a reservoir of antimicrobial resistance.
Front. Microbiol. 2013, 4, 87. [CrossRef] [PubMed]
55. Morrison, D.J.; Preston, T. Formation of short chain fatty acids by the gut microbiota and their impact on human metabolism. Gut
Microbes 2016, 7, 189–200. [CrossRef]
56. Sorbara, M.T.; Dubin, K.; Littmann, E.R.; Moody, T.U.; Fontana, E.; Seok, R.; Leiner, I.M.; Taur, Y.; Peled, J.U.; Brink, M.R.V.D.; et al.
Inhibiting antibiotic-resistant Enterobacteriaceae by microbiota-mediated intracellular acidification. J. Exp. Med. 2018, 216, 84–98.
[CrossRef] [PubMed]
57. Barcenilla, A.; Pryde, S.E.; Martin, J.C.; Duncan, S.H.; Stewart, C.S.; Henderson, C.; Flint, H.J. Phylogenetic relationships of
butyr-ate-producing bacteria from the human gut. Appl. Environ. Microbiol. 2000, 66, 1654–1661. [CrossRef]
58. Sorbara, M.T.; Littmann, E.R.; Fontana, E.; Moody, T.U.; Kohout, C.E.; Gjonbalaj, M.; Eaton, V.; Seok, R.; Leiner, I.M.; Pamer, E.G.
Functional and genomic variation between human-derived isolates of Lachnospiraceae reveals inter- and intra-species diversity.
Cell Host Microbe 2020, 28, 134–146.e4. [CrossRef] [PubMed]
59. Ricke, S. Perspectives on the use of organic acids and short chain fatty acids as antimicrobials. Poult. Sci. 2003, 82, 632–639.
[CrossRef] [PubMed]
60. Byndloss, M.X.; Olsan, E.E.; Rivera-Chavez, F.; Tiffany, C.R.; Cevallos, S.A.; Lokken, K.L.; Torres, T.P.; Byndloss, A.J.; Faber, F.;
Gao, Y.; et al. Microbiota-activated PPAR-gamma signaling inhibits dysbiotic Enterobacteriaceae expansion. Science 2017, 357,
570–575. [CrossRef]
61. Leo, S.; Lazarevic, V.; Girard, M.; Gaïa, N.; Schrenzel, J.; De Lastours, V.; Fantin, B.; Bonten, M.; Carmeli, Y.; Rondinaud, E.; et al.
Metagenomic characterization of gut microbiota of carriers of extended-spectrum beta-lactamase or carbapenemase-producing
Enterobacteriaceae following treatment with oral antibiotics and fecal microbiota transplantation: Results from a multicenter
randomized trial. Microorganisms 2020, 8, 941. [CrossRef]
62. Ewels, P.; Magnusson, M.; Lundin, S.; Käller, M. MultiQC: Summarize analysis results for multiple tools and samples in a single
report. Bioinformatics 2016, 32, 3047–3048. [CrossRef] [PubMed]
63. Quast, C.; Pruesse, E.; Yilmaz, P.; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, J.; Glöckner, F.O. The SILVA ribosomal RNA gene
database project: Improved data processing and web-based tools. Nucleic Acids Res. 2013, 41, D590–D596. [CrossRef] [PubMed]
64. Wood, D.; Salzberg, S. Kraken: Ultrafast metagenomic sequence classification using exact alignments. Genome Biol. 2014, 15, R46.
[CrossRef] [PubMed]
65. Lu, J.; Breitwieser, F.P.; Thielen, P.; Salzberg, S.L. Bracken: Estimating species abundance in metagenomics data. PeerJ Comput. Sci.
2017, 3, e104. [CrossRef]
